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The data presented in this article describe the fatty acid composition of chow, liver tissue and isolated liver mitochondria from mice fed for 6-24 weeks with a high caloric western diet (WD) in comparison to control diet (normal diet, ND). The fatty acid composition was measured via gas chromatography flame ionization detection (GC-FID). Moreover, WD-induced mitochondrial protein changes are presented in this work and were analyzed by mass spectrometry (LC-MS/MS). For further interpretation and discussion of the presented data please refer to the research article entitled "Mitochondrial adaptation in steatotic mice" (Einer et Value of the data
The data present the composition of fatty acids in normal diet (ND) and western diet chow (WD) in comparison to the fatty acid compositions of liver tissue and isolated liver mitochondria from ND and WD fed mice.
The data provide a detailed molecular analysis of diet-induced mitochondrial protein and fatty acid changes.
This data could be compared to human liver samples or data from other steatosis-and NASHrelated animal models to reveal diet-induced adaptations and metabolic dysfunctions.
Data
The present data show the fatty acid composition of a western diet (WD) rich in saturated fat and enriched with fructose syrup in drinking water in comparison to standard rodent diet (normal diet, ND, Table 1 ). Male C57BL/6NCrl mice were fed with these diets for 6, 12 and 24 weeks and fatty acid compositions of liver tissue (Table 2 ) as well as from isolated liver mitochondria (Table 3) are displayed. Furthermore, a dataset of diet-induced mitochondrial protein changes is presented (Table 4 ).
Materials and methods

Animal studies and mitochondrial isolation
Male C57BL/6NCrl mice (Charles River, Sulzfeld, Germany) were housed according to the guidelines for the care and use of laboratory animals at the University Hospital Munich and had free access to water and chow. The mice received either a standard rodent diet (ND, V1535-0, Ssniff, Germany) or western diet (WD, 45% of calories from fat, Altromin Spezialfutter GmbH & Co. KG, Germany) enriched with 23.1 g/l fructose and 18.9 g/l glucose-monohydrate in drinking water for 6, 12 or 24 weeks [2] .
Mitochondria from mouse livers were freshly prepared and purified by Percoll™ (GE Healthcare, Germany) as described earlier [3, 4] .
Gas chromatographic fatty acid analysis
Fatty acids were extracted from either 250 µg purified mitochondria or 10 mg liver tissue according to the Folch method [5] . Cleared extracts were washed with 0.9%, NaCl and twice with methanol/water (1:1 v/v), the organic phase evaporated (N 2 ), esterified and extracted (n-hexane). Fatty acid methyl esters were separated by capillary gas chromatography (BPX70 column from SGE, oven temperature 120-210°C with increase of 2°C/min, H 2 as carrier gas, flame ionization detector) and identified by their retention time relative to standard mixtures (37 component FAME mix, Supelco, Germany). Quantification was done via C15:0 as internal standard and with Clarity Lite software (DataApex, Czech Republic). 
2.3.
Mitochondrial proteome analysis by mass spectrometry 2.3.1. MS sample preparation Mitochondria were lysed in 25 µl 2% SDS lysis buffer (2% SDS, 50 mM Tris-HCl, pH 7.4, 150 mM NaCl), heated up to 70°C for 5 min and sonicated on ice six times for 15 s. Ten µg protein per replicate were diluted up to 400 µl in UA buffer (8 M urea in 0.1 M Tris/HCl pH 8.5) and digested applying a modified FASP procedure [6] . For cysteine reduction, 10 µl of 100 mM DTT were added to the samples and incubated for 30 min at 60°C. After cooling, 10 µl of freshly prepared 300 mM iodoacetamide solution were added for 30 min at room temperature in the dark. Samples were centrifuged on a 30 kDa cut-off filter device (PALL) and washed thrice with UA buffer and twice with 50 mM ammoniumbicarbonate (ABC). Proteins were digested in 50 µl of 50 mM ABC for 2 h at room temperature using 1 µg Lys-C (Wako, Germany) and subsequently for 16 h at 37°C using 2 µg trypsin (Promega, Germany). Samples were acidified with 0.5% trifluoroacetic acid (TFA) and analyzed on the OrbitrapXL as described.
Mass spectrometry
LC-MS/MS analysis was performed as described previously on a LTQ-Orbitrap XL (Thermo Scientific, Germany) [7] . Briefly, samples were automatically injected and loaded onto the trap column and after 5 min, the peptides were eluted and separated on the analytical column separation by reversed phase chromatography operated on a nano-HPLC (Ultimate 3000, Dionex). A nano trap column was used (300 μm inner diameter×5 mm, packed with Acclaim PepMap100 C18, 5 μm, 100 Å, LC Packings, Sunnyvale, CA) before separation by reversed phase chromatography (PepMap, 25 cm, 75 µm ID, 2 µm/100 Å pore size, LC Packings) operated on a RSLC (Ultimate 3000, Dionex, Sunnyvale, CA) using a nonlinear 170 min LC-gradient from 5% to 31% of buffer B (98% acetonitrile) at 300 nl/min flow rate followed by a short gradient from 31% to 95% buffer B in 5 min and an equilibration for 15 min to starting conditions. From the MS prescan, the 10 most abundant peptide ions were selected for fragmentation in the linear ion trap if they exceeded an intensity of at least 200 counts and were at least doubly charged. During fragment analysis a high-resolution (60,000 full-width half maximum), the MS spectrum was acquired in the Orbitrap with a mass range from 300 to 1500 Da.
Protein identification and label-free relative quantification
The RAW files (Thermo Scientific, Germany) were further analyzed using the Progenesis QI for proteomics (v1.0, Nonlinear Dynamics), as described previously [7, 8] with the following changes: Spectra were searched using the search engine Mascot (version 2.4, Matrix Science) against the Ensembl rat database (release 75; 25724 sequences). Search parameters used were: 10 ppm peptide mass tolerance and 0.6 Da fragment mass tolerance, one missed cleavage allowed, carbamidomethylation was set as fixed modification, methionine oxidation and asparagine or glutamine deamidation were allowed as variable modifications. A Mascot-integrated decoy database search using the Percolator algorithm calculated an average peptide false discovery rate of o1% when searches were performed with a Percolator score cutoff of 15 and a significance threshold of po0.05. Peptide assignments were re-imported into Progenesis LC-MS. Normalized abundances of all unique peptides were summed up and allocated to the respective protein.
Proteome data analysis
Data analysis was performed comparing ND and WD peptides in an age-matched manner and set as enriched or decreased if the mean raw abundance as well as the normalized abundance was Z 1.5 or r 0.67 in WD compared to ND mitochondrial fractions, respectively. Using the protein and pathway databases UniProt [9] , KEGG (Kanehisa Laboratories, Japanese) [10] and PANTHER [11] , the identified proteins were grouped based to their cellular localization and metabolic pathway affiliation.
